[Prediction of the DNA-recognizing supersecondary protein structure, alpha helix-turn-alpha helix, using the modified Ohlendorf-Anderson-Matthews method of necessary stereochemical requirements].
A method for prediction of DNA-recognizing supersecondary structure alpha-helix--turn--alpha-helix localization in an amino acid sequence of any protein is described. The method allows to predict this structure in segment 67-89 of E. coli ribosomal protein L7/L12 and in corresponding segments of L7/L12 analogues from other six bacteria and spinach chloroplasts.